In the published version of this article, the images for cytoplasmic and nuclear FGF7 in MDA-MB-231 cells were duplicated and mistaken for total FGF7 in SKBR-3 and MDA-MB-231 cells.
In the published version of this article, the images for cytoplasmic and nuclear FGF7 in MDA-MB-231 cells were duplicated and mistaken for total FGF7 in SKBR-3 and MDA-MB-231 cells.
The FGF7 was used here as an extra positive control for VEGF and not absolutely needed. Moreover, the total FGF7 was in fact redundant as the cytoplasmic and nuclear FGF7 was already shown in Fig. 2a . We do not believe that this mistake would have any consequence on the original review process, or the scientific conclusions reached in the article.
This correction notice contains the original blot, annotated, and shown in its totality, and the complete corrected Mini kit (Qiagen) was reverse transcribed using the Superscript III reverse transcriptase and random primers (Invitrogen, Paisley, UK), and the resulting first strand?cDNA was used as template in the RT-PCR. All experiments were performed in triplicate. The following genespecific primer pairs were designed using the ABI Primer Express software: FOXM1-sense: 5'-TGCAGCTAGGGATGTGAATCTTC-3' and FOXM1-antisense: 5'-GGAGCCCAGTCCATCAGAACT-3'; ERa-sense: 5'-CAGATGGTCAGTGCCTTGTTGG-3' and ERa-antisense: 5'-CCAAGAGCAAGTTAGGAGCAAACAG-3'; L19-sense 5'-GCGGAAGGGTACAGCCAAT-3' and L19-antisense 5'-GCAGCCG GCGCAAA-3'. Specificity of each primer was determined using NCBI BLAST module. RT-PCR was performed with ABI PRISM 7700 Sequence Detection System using SYBR Green Mastermix (Applied Biosystems, Brackley, UK). The RT-qPCR results shown are representative of three independent experiments. FOXM1 mRNA levels of these cells were also analysed by RT-qPCR, and normalised with L19 RNA expression
